The molecular mechanisms of major mental illnesses, such as schizophrenia and bipolar disorder, are unclear. To address this fundamental question, many groups have studied molecular expression profiles in postmortem brains and other tissues from patients compared with those from normal controls. Development of unbiased high-throughput approaches, such as microarray, RNA-seq, and proteomics, have supported and facilitated this endeavor. In addition to genes directly involved in neuron/glia signaling, especially those encoding for synaptic proteins, genes for metabolic cascades are differentially expressed in the brains of patients with schizophrenia and bipolar disorder, compared with those from normal controls in DNA microarray studies. Here we propose the importance and usefulness of genetic mouse models in which such differentially expressed molecules are modulated. These animal models allow us to dissect the mechanisms of how such molecular changes in patient brains may play a role in neuronal circuitries and overall behavioral phenotypes. We also point out that models in which the metabolic genes are modified are obviously untested from mental illness viewpoints, suggesting the potential to re-address these models with behavioral assays and neurochemical assessments.
Introduction
Schizophrenia (SCZ) and bipolar disorder (BPD) are major mental illnesses with onset in adulthood. Although the clinical manifestation and disease course are substantially different from each other, these two disorders share genetic risks at several loci and have some similarities in the patterns of cognitive impairment (Berrettini, 2004; Craddock et al., 2006; Hill et al., 2008) .
To address molecular mechanisms underlying mental illnesses, many groups have studied molecular expression profiles in postmortem brains and other tissues from patients compared with those from normal controls. Since 2000, in addition to candidate molecule approaches, an unbiased methodology for expression study with microarrays has been frequently employed (Horvath et al., 2011; Mirnics et al., 2000 Mirnics et al., , 2006 . More recently, RNA-seq has been introduced as a revolutionary tool for transcriptomics (Twine et al., 2011; Wang et al., 
